Institut in Villigen, Switzerland, using the wavelength 1.000Å and a PILATUS 6M detector. Data reduction was done with the XDS package [5] in space group P3 1 21 with cell dimensions of a,b=108.7Å, c=90.7Å and a,b=108.8Å, c=90.5Å and to resolutions of 2.2 and 2.0Å for the dT Me TP and dT Et TP trapped structures, respectively. The two structures were solved by difference Fourier techniques. Refinement was performed with PHENIX [6] and model rebuilding was done with COOT. [7] Figures of the structures were created in PyMOL. [8] 
Accession numbers
The coordinates and structure factors have been deposited in the Protein Data Bank with the accession numbers 3M8S and 3M8R.
KlenTaq DNA Polymerase mutation, expression, and purification Expression of the KlenTaq DNA polymerases wt and I614A (in pGDR11 vector) was conducted in E. coli BL21 (DE3) Gold. Expression cultures were inoculated with 2% of an overnight culture grown at 30°C, and expression was induced at OD600 = 0.5 with IPTG at a final concentration of 1 mM. After 4 hr of expression, cultures were centrifuged at 4500xg at 4°C for 10 min. All cultures were grown in LB medium (Roth) with 100 mg/l carbenicillin.
Collected cell pellets were resuspended in lysis-buffer (10mM Tris-HCl [pH 9.2], 300mM NaCl, 2.5 mM MgCl 2 , 0.1%
Triton X-100, 1 mg/ml lysozyme, 5 ml lysis buffer/50 ml culture) and lysed at 37°C for 10 min. E. coli proteins were denaturated through heating to 75°C for 45 min with a subsequent centrifugation at 15,000xg for 30 min at 4°C. Values in parentheses correspond to those in the outer resolution shell Table S2 . P-values of sugar moieties in primer, template and nucleotides of the structures containing dT Me TP and dT Et TP, respectively determined using the PROSIT server. [9] It should be noted that the P-value (column 7) was not specifically restrained during refinement in phenix.refine. 
